Methods for phylogenetic analyses followed Shaffer et al. (2016) . Briefly, we first used Muscle v3.7 (Edgar, 2004) to align sequences and then edited the alignment by eye in Mesquite v2.75 (Maddison and Maddison, 2009) . Ambiguously aligned characters were excluded, resulting in a final alignment of 1,342 characters. Maximum likelihood analysis was conducted in RAxML v8.2.4 (Stamatakis, 2014) with bootstrap support determined from 1,000 replicates. Bayesian analysis was conducted in MrBayes v3.2.6 (Huelsenbeck and Ronquist, 2001; Ronquist and Huelsenbeck, 2003) with 20 million generations, initiated with random trees, four chains, sampling every 1,000 th tree, and a burn-in of all trees with a standard deviation of split frequencies ≥ 0.01. For both analyses, we used jModelTest2 (Posada, 2008; Darriba et al., 2012) to select the appropriate model of sequence evolution (i.e., GTR+Γ+I). Muscle, RAxML, MrBayes, and jModelTest2 were implemented using the CIPRES Science Gateway (Miller et al., 2010) .
Supplementary Data
We have published the raw data and R script for all analyses online (Shaffer, 2017) . MLBS and <80 BPP. Double-and triple hash marks indicate branches shortened to onehalf and one-quarter of their length, respectively. The taxon label for Chitinophaga sp. PS-EHB01 is bolded. All taxon labels include GenBank accession numbers. The focal endohyphal bacterium is sister to C. sancti and closely related to C. pinensis, the only congener for which genomic data are currently available. The outgroup includes two members of the Saprospiraceae, the only other family in the Chitinophagales. Final treelength = 2.85; final optimized -ln(L) = -8767.91; Bayesian trees retained after burn-in: 4,366.
Supplementary Tables
Supplementary Table 1 . List of substrates pre-loaded onto Biolog ® Filamentous Fungus (FF) microplates 1 . The classification of substrates followed Garland and Mills (1991) .
Carbon sources Monosaccharides
Sugar alcohols Amino acid derivatives 
